, Effect of diet on microbiome and metabolite profile, related to Figure 2. Fecal material from mice fed a high-fat diet (HFD) or low-fat diet (LFD) were assayed for Firmicutes and Bacteroidetes using qRT-PCR (A). Ratios between the two phyla were determined from copy numbers calculated based on a DNA standard curve. Data shown are averages of n = 5 mice. Error bars represent one standard deviation. *: p<0.05 compared to LFD using Wilcoxon rank-sum test. Heat map shows hierarchically clustered LC-MS features (i.e., metabolites) detected in cecum, liver, and serum samples (B). Features from cecum, serum, and liver samples were separately scaled prior to clustering using the Pareto method. Red or green color denotes a feature that is elevated or depleted, respectively, relative to the mean value for the feature in the tissue compartment. Features significantly elevated or depleted were annotated and mapped to pathways cataloged in KEGG (C). Primary bile acid composition showing contribution from cholic acid (CA) and chenodeoxycholic acid (CDCA) (D). . LC-MS data features were pareto-scaled and hierarchically clustered (A) for qualitative comparisons between the effects of TA and I3A on global metabolite profile. The similarity of the metabolite profiles was assessed based on group centroid distances using PLS-DA (B-C). Ellipses show 95% confidence intervals for each group. Numbers in parentheses show % of variance in the data explained by the latent variable (LV). 
